Identification of mutations in bone morphogenetic protein 2, 4 and 7 in congenital heart disease patients from Indian population 
Materials & methods
We screened 190 unrelated probands with CHD and 100 healthy controls by PCR and DNA sequencing for 3 genes.
Results & conclusion
We have identified 6 novel sequence variants in BMP2. Out of which 3 (H321L, E328K & S351C) are missense variants. One nonsense variants (K241X) has also been identified in one case having Patent Ductus Arteriosus and is not found in 100 controls. In BMP7, 10 novel sequence variants have been identified, out of which 3 (D85V, R175W & N372Y) are missense, 3 (c.366G>A, c.381G>A & c.384C>T) are in 5'UTR, 1 synonymous change (c.682G>T) and 3 (c.947-20G>C, c.1140+14G>A & c.1289+68G>A) are intronic variants. In BMP4, 3 sequence variants are found, out of which only one novel (c.1695A>C) in 3'UTR region has been found in one individual. Other than these some already reported single nucleotide polymorphisms have also been identified in these 3 genes and some of them are more frequently found in CHD cases. In-silico analyses based on evolutionary, biochemical and structural aspect of the gene revealed the disease causing effect of these variants. Further biochemical analysis would reveal the regulatory circuits involving these cardiac transcription factors and their possible role in pathogenesis of the disease.
